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. The sequences of the primers used in this work The normal seeds, aborted seeds and unfertilized ovules in each silique were scored as percentages. Ten to twenty siliques from each genotype were randomly picked to calculate the average rates and SD. The difference significances were analyzed by t-test through comparison with their controls. In particular, the siliqtues from attfiib1-1/+, Col×attfiib1-2 and attfiib1-2×Col were compared to wild-type siliques; the siliques from Col×attfiib1-2 and attfiib1-2×Col were compared to those from attfiib1-2; the siliques from AtTFIIB1-complemented attfiib1-1/+ (T1) and 
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Figure S1
Figure S1. The attfiib1 mutation did not impair pollen formation.
(A) An Alexander-stained tetrad of the quartet pollen grains from a qrt1-2/qrt1-2 plant. The quartet1-2 (qrt1-2) mutation blocks separation of the pollen grains from tetrads but almost did not affect pollen tube growth (Preuss et al., 1994) .
(B) An
Alexander-stained tetrad of the quartet pollen grains from a qrt1-2/qrt1-2; attfiib1-1/+ plant. Because no homozygous attfiib1-1 plant was available, the attfiib1-1 mutation was introgressed into the qrt1-2 background. A tetrad from a plant has two attfiib1-1 qrt1-2 pollen grains (mutant) and two qrt1-2 pollen grains (representing wild-type) Bars=1.5mm.
Supplementary Methods

Determination of AtTFIIB1 expression pattern by promoter-GUS assay
The promoter fragment and CDS of AtTFIIB1 were amplified by PCR using the gene-specific primer pairs TFIIB1pro-P1/TFIIB1-frag2-P2 and P3/TFIIB1CDS-GUS-P2 (Table S1 ) respectively and cloned in front of the GUS reporter gene in the Ti-derived binary vector pCAMBIA1300 to generate the fusion protein-expressing cassette pAtTFIIB1:AtTFIIB1CDS-GUS. The resulting construct was introduced into wild type and attfiib1-2 plants. GUS staining was performed as described previously by Xia et al. (2011) .
attfiib1-1 mutant complementation assay of pFIS2:AtTFIIB1-GFP construct
The endosperm-specific FIS2 promoter, including 3,189bp sequence upstream of the translational start site, exons 1, 2, and 3, the first 39bp of exon 4, and the first three introns (Luo et al. 2000) was amplified by PCR using the primer pair of AtTFIIB1-GFP fusion were subcloned into the Ti-derived binary vector pCAMBIA1300 to generate the construct pFIS2:AtTFIIB1-GFP. The resulting constructs were introduced into attfiib1-1/+ plant by the Agrobacterium-mediated infiltration method (Clough and Bent, 1998) .
Bioinformatic Analysis
For the sequence alignment, the amino acid sequences of AtTFIIB1 and all the AtTFIIB1-homologous proteins in Arabidopsis were obtained from the National
Center for Biotechnology Information (www.ncbi.nlm.nih.gov) by BLASTP searches.
Multiple sequence alignments and the phylogenetic tree were prepared using the DNAMAN software package.
